
Supplementary Figure 8 

Alignments of circle-PCR products from EP mRNAs, using primer 51 with 3’ primers 

33 (Y) and 34 (Z). The sequences are shown with the 5’-ends first, and 3’ ends last, 

with the middle segment (most of the ORF) represented as NNNNNNNNNN. 

Nucleotides that do not match the majority are in red, and poly(A) tails in blue. Clone 

numbers are in Table S4.
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TTATTATTAGAACAGTTTCTGTACTATATTGACTTCAATTACACCAAAAAGTAAAATTCACAATGGCACCTCGTTCCCTTTATCTACTCGCTGTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNCG
TTATTATTAGAAcaGTTTCTGTACTATATTGACTTCAATTACACCGAAAAGtAAAATTCacaATGGCACCTCGTTCCCTTTATCTactcGCTgtnnttCTGTTCAGCGCGAACCTCNNNNNNNNNNCGY-3-3

TTATTAGAACAGTTTCTGTActaTATTGACTTCAATTACACCAAAAAGTAAAATTCACAATGGCACCTCGTTCCCTTTGTCTGCTCGCtgTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNCGY-4-3
TTATTAGAACAGTTTCTgtACTATATTGACTTCAATTACACCAAAAAGTAAAATTCACAATGGCACCTCGTTCCCTTTATCTACTCGCTGTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNCGY-3-2
TTATTAGAACAGTTTCTGTACTATATTGACTTCAATTACACCAAAAAGTAAAATTCAcaATGGCACCTCGTTCCCTTTATCTacTCGCTgTtcTTCTGTtcaGCGCGAACCTCNNNNNNNNNNCGY-3-1
TTATTAGAACAGTTTCTGTACTACATTGACTTCAATTACACCAAAAAGTAAAATTCAcaATGGCACCTCGTTCCCTTTATCTACTCGCTGTtcTTCTGTTCAGCGCGAACCTCNNNNNNNNNNCGY-1-2
TATTAGAACAGTTTCTGTACTATATTGACTTCAATTACACCAAAAAGTAAAATTCACAATGGCACCTCGTTCCCTTTATCTACTCGctGtTcTTCTGTTCAGCGCGAACCTCNNNNNNNNNNY-1-5
TATTAGAACAGTTTCTGTACTATATTGACTTCAATTACACCAAAAAGTAAAATTCAcaATGGCacCTCGTTCCCTTTATCTACtCGCtgtnnttCTGTTCAGCGCGAACCTCNNNNNNNNNNCGY-1-4
tATTAGAACAGTTTCTgtActaTATTGACTTCAATTACACCAAAAAGTAAAATTCACAATGGCACCTcgtTCCCTTTATCTGCTCGCtgTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNCGY-1-3

TACTATATtaaCTTCAATTACACCAAAAAGTAAAATTCAcaATGGCacCTCGTTCCCTTTATCtacTCGCTgttctTCTGTTCAGCGCGAACCTCNNNNNNNNNNCGY-4-2
ATGGCacCTCGTTCCCTTTATCTGCTCGCTgttcTTCTGTTcaGCGCGAACCTCNNNNNNNNNNCGY-1-1

TCTGCTCGctgttctTCTGT-CAGCGCGAACCT-NNNNNNNNNNCGY-4-5
acTCGCTgttcTTCTGTTCAGCGCGAACCTCNNNNNNNNNNCGY-4-1
cTCGCTGTtcTTCTGTTCAGCGCGAACCTCNNNNNNNNNNCGY-4-4
T-GCTgTtcTTCTGTTCAGCGCGAACCTCNNNNNNNNNNCGY-2-2

Y-2-1

130 140 150 160 170 180 190 200 210 220 230 240 250

CCTCCATATGGTGCATCGTG-TTTGTTTCCTGCTGTTTCTTGTAAAACAAGTGTGGACATTCATTTAATATTTTTTCGTTATATTTTTTwGGTGACATCCTTTCTAATGCCTTATTAACCATCGCCTG

CCTCCATATGGTGCATCGTG-TTTGTTTCCTGCTGTTTCTTGTAAAAcaAGTGTGGACATTCATTTAATATTTTTTCGTTATATTTTTT-GGTGACATCCTTTCTAATGCCY-3-3
CCTCCATAtgGTGCATCgtgctttGtTAA-TY-4-3
CCTCcaTATGGTGCATCgtgcttTGTTTCCTgctgTTTCTtgtAAAACAAGTGT-----TT--TTTA-TY-3-2
CCTCCATATGGTGCATCGTG-TTTGTTTCCTGCTGTTTCTTGTAAAACAAGTGTGGACATTCATTTAATATTTTTTCGTTATATTTTTTTGGTGACATCCTTTCTAATGCCTY-3-1
CCTCCATATGGTGCATCGTG-TTTGTTTCCTGCTGTTTCTTGTAAAACAAGTGTGGGCATTCATTTAAY-1-2
CCTCCATATGGTGCATCGTG-TTTGTTTCCTGCTGTTTCTTGTAAAAcAAGTGTGGACATTCATTTAATY-1-4

CCTCCATATGGTGCATCGTG-TTTGTTTCCTGCTGTTY-4-2
CCTCCATATGGTGCATCGTG-TTTGTTTCCTGCTGTTTCTTGTAAAACAAGTGTGGACATTCATTTAATATTTTTTCGTTATATTTTTTAGGTGACATCCTTTCTAATGCCTTATTAACCATCGCCTGY-1-1
CCTCCATATGGTGCATCGTG-TTTGTTTCCTGCTGTTTATT-T----CTA-T-TY-4-5
CCTCCATATGGTGCATCGTG-TTTGTTTCCTGCTGTTTCTTGTAAAAcaaGTGTGGACATTCATTTAATATTTTTTY-4-1
CCTCCATATGGTGCATCGTG-TTTGTTTCCTGCTGTTTCTTGTAAAAcaAGTGTGGACATTCATTTAATATTTTTTaY-4-4
CCTCCATATGGTGCATCGTG-TTTGTTTCCTGCTGTTTCTTGTAAY-2-2

CCTCCATATGGTGCATCGTG-TTTGTTTCCTGCTGTTTCTTGTTTTTT--GT-TY-2-1

260 270 280 290 300 310 320 330 340 350

AGACCCacaGCCCTGTAGATTTCTGTGATGTTTCGGTTGCGTATTCCATAATTTTAAGCGTTTCACTTCTatTTTTTTTtcATTCCTTTGAATTT

AGACCCacaGCCCTGTAGATTTCTGTGATGTTTCGGTTGCGTATTCCATAATTTTAAGCGTTTCACTTCTatTTTTTTTtcATTCCTTTGAATTTY-1-1

GCTGTTcTTCTGTTCAGCGCGAACCTCNNNNNNNNNNCGY-2-3

Y-2-3

CCTCCATATGGTGCATCGTG-TTTGTTT

Y-2-4 GCTGTTcTTCTGTTCAGCGCGAACCTCNNNNNNNNNNCG

Y-2-4

CCTCCATATGGTGCATCGTG-TTTGTTT

Y-2-5 GCTGTTcTTCTGTTCAGCGCGAACCTCNNNNNNNNNNCG

Y-2-5 CCTCCATATGGTGCATCGTG-TTTGTTT

 CTGTTcTTCTGTTCAGCGCGAACCTCNNNNNNNNNNCG

Y-1-3 CCTCCATATGGTGCATCGAAAAA

5`UTR
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TATTAGAACAGTTTCTGTACTATATTGACTTCAATTACACCAAAAAGTAAAATTCACAATGGCACCTCGTTCCCTTTATCTRCTCGCTGTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNGATTT
TATTAGAACAGTTTCTGTActaTATTGACTTCAATTACACC-AAAAGTAAAATTCACAATGGCACCTCGTTCCCTTTATCTGCTCGCTGTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNGATTTZ-3-3

aTAGAACAGTTTCTGTACTATATTGACTTCAATTACACCAAAAAGTAAAATTCACAATGGCacCTCGTTCCCTTTATCTGCTCGCTGTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNGATTTZ-3-2
ActTCAAtTACACCAAAAAGTAAAATTCACAATGGCACCTCGTTCCCTTTATCTGCTCGCTGTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNNZ-4-1
ACTTCAATTACACCAAAAAGTAAAATTCACAATGGCACCTCGTTCCCTTTATCTACTCGCTGTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNNZ-1-1

AGTAAAATTCACAATGgCACCTCgtTCCCTTTATCTACTCGCTGTTCTTCTGTTCAgcnnGAa----NNNNNNNNNNGATTTZ-4-3
GTGGCacCTCGTTCCCTTTATCTGCTCGCTGTTCTTCTGTTcaGCGCGAACCTCNNNNNNNNNNGATTTZ-2-5
ATGGCACCTCGTACCCTTTATCTACTCGCTGTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNGATTTZ-1-4
TGGCACCTCGTTCCCTTTATCTGCTCGCTGTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNGATTTZ-1-7

TCGTTCCCTTTATCTACTCGCTGTTCTTCTGTTCAGCG-GAACCTCNNNNNNNNNNGATTTZ-4-4
TTCCCTCTATCTGCtcGCTGTtcttCtGTtcagCGCGAACCtcNNNNNNNNNNGATTTZ-1-3

T-TCTGCTCGCtGTCctTCTGTTCAGCGCGAACCTCNNNNNNNNNNGATTTZ-2-4
GCtcGCTGTTCTTCTGTtcagCGCGAACCTCNNNNNNNNNNGATTTZ-1-5
CTCGCTGTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNGATTTZ-4-5
TCGCTGTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNGATTTZ-4-2

Z-2-2
Z-2-1
Z-1-2

130 140 150 160 170 180 190 200 210 220

CTGTGATGTTTCGGTTG-C-GTATTCCATAATTTTAAGCGTTTCACTTC-TATTTTTTTTCATTCCT-TTGAAT-TTGGATCTTA---AaTTTWTTWAAAAA

CTGTGATGTTTCGGTTG-C-GTAAAAAAZ-3-3
CTGTGATGTTTCGGTTG-C-GTATTCCATAATTTTAAGCGTTTCACTTC-TatTTTTTTtZ-3-2
CTGTGATGTTTCGGTTG-C-GTATTCCATAATTTTAngnZ-4-3
CTGTGATGTTTCGGTTG-CCGCCT-CCATA-------G-GTG-CA-T-CZ-2-5
CTGTGATGTTTCGGTTG-C-GTATTCCATAATTTTAAGCGCTCCACTTC-TATTTTTTTTCATTCCT-TTGAAT-TTGGATCTTA---AATZ-1-4
CTGTGATGTTTCGGTTG-C-GTATTCCATAATTTTAAGCGTTTCACTTC-TatTTTTTTtcATTCCT-TTGAAT-TTGGATCTTA---A-TZ-1-7
CTGTGATGTTTCGGTTG-C-GTATTCCATAATTTTAAGCGTTTCACTTC-TatTTTTTTtcATTCCT-TTGAAT-TTGGATCTTA---AAATTATTAAAAAAZ-4-4
CTGTGATGTTTCGGTTG-C-GTATTCCATAATTTTAAGCGTTTCACTTC-TatTTTTTTtcATTCCT-TTGAAT-TTGGAZ-1-3
ctgtGAtgttTCGGTTG-C-GTATTCCATAATTTTAAGCGTTTCAcTtc-TATttTTTTTCAtTCCt-tngAAT-TTGZ-2-4
CTGTGATGTTTCGGTTG-C-GTATTCCATAATTTTAaGCGTTTCacTTC-TATTTTTTT-CATTCCT-TTGA-TZ-1-5
CTGTGATGTTTCGGTTG-C-GTATTCCATAATTTTAAGCGTTTCACTTC-TatTTTTTTtcATTCCT-TTGAAT-TTGGATZ-4-5
CTGTGATGTTTCGGTTG-C-GTATTCCATAATTTTAAGCGTTTCACTTC-TatTTTTTTtcATTCCT-TTGAAT-TTGGATCZ-4-2
CTGTGATGTTTCGGTTG-C-GTATTCCATAATTTTAAGCGTTTCACTTC-TATTTTTTZ-2-2
CTGTGATGTTTCGGTTG-C-GTATTCCATAATTTTAGGCGTTTCACTTC-TatTTTTTTtcGTTCCT-TTGAAT-TTGGATCTTATTTatTTTTTTtaZ-2-1
CTGTGATGTTTCGGTTG-C-GTATTCCATAATTTTAaGCGTTTCacTTC-TatTTTTTTtcATTCCT-TTGAAT-TTGGATCTTA---A-TZ-1-2

CTGTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNGATTT
CTGTTCTTCTGTTCAGCGCGAACCTCNNNNNNNNNNGATTT

CTTCTGTTCAGCGCGAACCTCNNNNNNNNNNGATTT
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